
Figure S1.  NOS alignments.  The alignment was done by ClustalX software.  Protein  sequences are 
colored by residue as follows:  orange – GPST, red – HKR, blue – FWY, green – ILMV. Identical 
residues denoted by asterics and similar by dots. 
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Table S1. NO-synthases in bacteria.

Microorganis
m

position on the 
chromosome

gene 
name

orientatio
n function

Bacillus  
subtilis

833720..835021 citM + secondary transporter of divalent 
metal ions/citrate complexes

835077..835871 yflN + hypothetical protein
836071..837081 yflM + NO-synthase
837072..837347 yflL - hypothetical protein
837414..838079 yflK + hypothetical protein

Bacillus  
licheniformis

794745..795542 - + Beta-lactamase-like
795751..797394 - + Hypothetical Peptidase
797523..798620 nos + NO-synthase
798708..799346 yvaZ - hypothetical protein
799343..799636 yvbA - Winged helix DNA-binding

Geobacillus  
kaustophilus 

1700575..17010
09

+ hypothetical protein

1701097..17032
14

+ phage infection protein

1703349..17046
71

+ NO-synthase

1704668..17054
50

+ ABC transporter (ATP-binding 
protein)

1705486..17067
36

- cytoplasmic trehalase

Bacillus  
halodurans

892117..892824 - hypothetical protein
892979..894298 + hypothetical protein
894457..895557 + NO-synthase
895604..896998 + glutamate dehydrogenase
897073..897606 + hypothetical protein

Bacillus clausii 

1386638..13873
51

treR + GntR family transcriptional repressor 
of trehalose operon

1387466..13879
51

bsaA + glutathione peroxidase

1388004..13890
95

+ NO-synthase

1389108..13909
91

+ ABC transporter ATP-binding 
protein

1391149..13919
13

fruR + transcriptional regulator, DeoR 
family
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Bacillus cereus 

5161947..51632
45   

+ major facilitator family transporter

5163354..51649
22   

- osmoprotectant transporter, BCCT 
family

5165287..51663
57   

- NO-synthase

5166573..51671
99   

sodA-2 + superoxide dismutase, Mn

5167288..51681
69   

- hypothetical protein

Bacillus  
anthracis

5181441..51827
42

+ major facilitator family transporter

5182839..51844
07

- osmoprotectant transporter, BCCT 
family

5184770..51858
40

- NO-synthase

5186057..51866
83

sodA-2 + superoxide dismutase, Mn

5186772..51876
50

- hypothetical protein

Bacillus  
thuringiensis

5190150..51914
48

+ major facilitator family transporter

5191565..51931
33

- osmoprotectant transporter, BCCT 
family

5193496..51945
66

- NO-synthase

5194783..51954
09

sodA-2 + superoxide dismutase, Mn

5195498..51963
79

- hypothetical protein

Oceanobacillus  
iheyensis

2759443..27600
72 + hypothetical protein

2760107..27615
28 alsT + sodium:alanine symporter

2762112..27632
21 + NO-synthase

2763272..27646
96 + membrane dipeptidase

2764965..27658
67 - formyltetrahydrofolate deformylase

Exiguobacteriu
m sp.

2631446..26323
03 - Predicted membrane protein

2632412..26335
87 + NO-synthase

2633584..26340
54 +

NTP pyrophosphohydrolases 
including oxidative damage repair 

enzymes (mutT)
2635041..26358

26 - Histone acetyltransferase HPA2 and 
related acetyltransferases
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Staphylococcus  
aureus

2096457..20972
78 - putative NAD synthetase

2097271..20987
40 - hypothetical protein

2098924..21000
00 + NO-synthase

2100020..21008
14 + putative prephenate dehydratase

2101004..21025
66 - putative sodium:sulfate symporter

Staphylococcus  
epidermidis

1651080..16519
07 - NAD synthetase

1651900..16533
69 - nicotinate phosphoribosyltransferase-

like
1653561..16546

28 + NO-synthase

1654647..16554
50 + chorismate mutase

1655903..16570
00 - hypothetical protein

Streptomyces  
avermitilis

1871275..18721
98 + hypothetical protein

1872321..18733
61 - putative secreted protein

1873463..18752
80 - NO-synthase

1875451..18770
58 - putative membrane protein

1877224..18774
48 + hypothetical protein

Deinococcus 
radiodurans

2601909..26029
19 - oxidoreductase, short-chain 

dehydrogenase/reductase family
2602976..26039

17 - hypothetical, metalloprotease, 
membrane

2603979..26050
49 - NO-synthase

2605096..26055
51 - hypothetical protein

2605719..26071
64 + hypothetical protein

Table S1. NO-synthases in bacteria.  Protein sequence of B. subtilis nos (yflM) gene was aligned with 
all bacterial genomes using the NCBI BLAST program. Bacteria that have proteins with greater than 60% 
homology to B. subtilis NOS are presented in the table. Also shown are two adjacent genes upstream and 
downstream of each nos homolog.
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